Case 6:

Brentuximab Vedotin

/QIQLQQSGPE VVKPGASVKI\

SCKASGYTFT DYYITWVKQK
PGQGLEWIGW ...

QIQLOQOSGPE VVKPGASVKI
SCKASGYTFT DYYITWVKQK
PGQGLEWIGW ...

\ Modified /

New Protein
New Substance
Amino Acid Sequence
Monoclonal Antibody
Glycosylation
Variable substitution
Modification




Premise:

Well-populated System

Protein NOT registered
Modified Cysteine Residue NOT registered



Home Search Download Register Admin

Register New:

Substance Product
Single Substance Mixture Substance Specified Substance Not Sure

Chemical Protein Nucleic Acid Structurally Diverse Polymer




Brentuximab Vedotin




[ Brentuximab Vedotin

Naming Org: Deprecated:

Official Jurisdiction:

A

(1 reference)

Type Citation URL



http://whqlibdoc.who.int/inn/proposed_lists/prop_INN_list74.pdf
http://whqlibdoc.who.int/inn/proposed_lists/prop_INN_list74.pdf

SINAS

Home Search Download Reqgister Admin

Enter Names for Substance:

Name: Type: Language: Domain: Preferred:

Brentuximab Vedotin English
CTrs T TN T




Home Search Download Register Admin

Register New Protein:

Protein Type: Monoclonal Antibody

Protein subtype: G2 « F

Sequence Origin:

Source Organism Type: Human




SINAS

Home Search

Download

Admin

/

Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 0

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

0 Modifications

(0 references)

A

Length: 446

C-Terminus

Length: 0 v




GV A

Home Search

Download

Admin

/

Subunit 2:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 3:

Disulfide Bridges 0

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

0 Modifications

(0 references)

Length: 446

C-Terminus

Length: 0

A

A\ 4




\ =
GINAS
Home Search Download Register Admin [: n

Amino Acid Sequence:

Total number of Subunits:

Subunit 3: Length: 218 A

DIVLTQSPAS LAVSLGQRAT ISCKASQSVD FDGDSYMNWY QQKPGQPPKV
LIYAASNLES GIPARFSGSG SGTDFTLNIH PVEEEDAATY YCQQSNEDPW
TFGGGTKLEI KRTVAAPSVF IFPPSDEQLK SGTASVVCLL NNFYPREAKV
QWKVDNALQS GNSQESVTEQ DSKDSTYSLS STLTLSKADY EKHKVYACEV
THQGLSSPVT KSFNRGEC

N-Terminus (Duplicate Below) C-Terminus

Subunit 4: Length: 0

N-Terminus C-Terminus v

Disulfide Bridges 0 Glycosylation 0 Modifications

Add / Select References (0 references)




GINAS

Search Download

Home

Amino Acid Sequence:

Total number of Subunits:

Subunit 3:

DIVLTQSPAS LAVSLGQRAT
LIYAASNLES GIPARFSGSG
TFGGGTKLEI KRTVAAPSVF
QWKVDNALQS GNSQESVTEQ
THQGLSSPVT KSFNRGEC

N-Terminus

Subunit 4:

DIVLTQSPAS LAVSLGQRAT
LIYAASNLES GIPARFSGSG

Disulfide Bridges 0

Add / Select References

Glycosylation 0

Reqgister Admin

ISCKASQSVD FDGDSYMNWY QQKPGQPPKV
SGTDFTLNIH PVEEEDAATY YCQQSNEDPW
IFPPSDEQLK SGTASVVCLL NNFYPREAKV
DSKDSTYSLS STLTLSKADY EKHKVYACEV

(Duplicate Below)

ISCKASQSVD FDGDSYMNWY QQKPGQPPKV
SGTDFTLNIH PVEEEDAATY YCQQSNEDPW

Modifications

(0 references)

Length: 218

C-Terminus

Length: 218




QIQLQQSGPE VVKPGASVKI SCKASGYTFT DYYITWVKQK PGQGLEWIGW
IYPGSGNTKY NEKFKGKATI. TVDTSSSTAF MQLSSLTSED TAVYFCANYG
NYWFAYWGQG TQVTVSAAST KGPSVFPLAP SSKSTSGGTA ALGCLVKDYF
PEPVTVSWNS GALTSGVHTF PAVLQSSGLY SLSSVVTVPS SSLGTQTYIC
NVNHKPSNTK VDKKVEPKSC DKTHTCPPCP APELLGGPSV FLFPPKPKDT
LMISRTPEVT CVVVDVSHED PEVKEFNW GVEVHNAKTK PREEQYNSTY




(1-22)
(click to select)

QIQLQQSGPE VVKPGASVKI SCKASGYTFT DYYITWVKQK PGQGLEWIGW
IYPGSGNTKY NEKFKGKATL TVR 'SSSTAF MQLSSLTSED TAVYFCANYG
NYWFAYWGQG TQVTVSAAST KGPSVFPLAP SSKSTSGGTA ALGCLVKDYF
PEPVTVSWNS GALTSGVHTF PAVLQSSGLY SLSSVVTVPS SSLGTQTYIC
NVNHKPSNTK VDKKVEPKSC DKTHTCPPCP APELLGGPSV FLFPPKPKDT
LMISRTPEVT CVVVDVSHED PEVKFNWYVD GVEVHNAKTK PREEQYNSTY
RV \ H ODWILN(GK K K\ NKAI.PA P K KA K OPRE POVY

32 cysteine residues unspecified




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

(1-96)
(click to select)

) (Moo ey

TAVYFCAIXG
I
ALGCLVK]_
SSLGTQTYIC
FLFPPKPKDT

PREEQYNSTY




QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD

(1-144)
(click to select)

DYYITWVKOQEF
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKT

d/AvViEL L£FAN LT
ALGCLYKDYF
SSLGT¥§31C
FLFPPKPKDT
PREEQYNSTY




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

(1-200)
(click to select)
ALGCL “=RnV¥s
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY

"-:! I'rr]




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

(1-220)
(click to select)

GALTCoSVTT

v agoSGLY

VDKKVEPKSC-PKTHTCPPCP
VVVDVSHED, JEVKFNWYVD

e

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

PGQGLEWIGW
TAVYF_ANYG
ALG_ LVKDYF
SSLGTQTYI

FLFPPKPKDT
PREEQYNSTY




DIVLTQSPAS
LIYAASNLES
TFGGGTKLEI
QOWKVDNALQS
THQGLSSPVT

LAVST.GORAT TSCKASQSVD FDGDSYMNWY QQKPGQPPKV
G1 (3:218) FTLNIH PVEEEDAATY YCQQSNEDPW
KNS TR [\ BE SDEQLK SGTASVVCLL NNFYPREAKV
Gh STYSLS STLTLSKADY EKHKVYACEV

KSFNRGE ('::I-I_I_rll
h

22 cysteine residues unspecified




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI

NEKFKGKATL !

TQVTVSAAST

GALTSGVHTF

VDKKVEPKS
VVVDVSHED

(1-226) SSLTSED
(Il QCKTICTGIBR STSGGTA

P e oot LS SVVTVPS
DKTHTC?PCP APELLGGPSV
VD GVEVHNAKTK

PEVKFNﬂ

PGQGLEWIGW
TAVYF_ANYG
ALG_ LVKDYF
SSLGTQTYI

FLFPPKPKDT
PREEQYNSTY




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI

NEKFKGKATL !

TQVTVSAAST

GALTSGVHTF

VDKKVEPKS
VVVDVSHED

(2-226) SSLTSED
(Il QCKTICTGIBR STSGGTA

P e oot LS SVVTVPS
DKTHTC?PCP APELLGGPSV
VD GVEVHNAKTK

PEVKFNﬂ

PGQGLEWIGW
TAVYF_ANYG
ALG_ LVKDYF
SSLGTQTYI

FLFPPKPKDT
PREEQYNSTY




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

(2-220)
(click to select)

GALTCoSVTT

roavagoSGLY

VDKKVEPKSC-PKTHT PP P
VVVDVSHED, JEVKFNWYVD

e

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

PGQGLEWIGW
TAVYF_ANYG
ALG_ LVKDYF
SSLGTQTYI

FLFPPKPKDT
PREEQYNSTY




DIVLTQSPAS
LIYAASNLES
TFGGGTKLEI
QOWKVDNALQS
THQGLSSPVT

LAVST.GORAT TSCKASQSVD FDGDSYMNWY QQKPGQPPKV
G1 (4218) FTLNIH PVEEEDAATY YCQQSNEDPW
KN T4 [\ BB SDEQLK SGTASVVCLL NNFYPREAKV
Gh STYSLS STLTLSKADY EKHKVYACEV

KSFNRGE ('::I-I_I_rll
h

8 cysteine residues unspecified




DIVLTQSPAS
LIYAASNLES
TFGGGTKLEI
QOWKVDNALQS
THQGLSSPVT

LAVSLGQRAT IS KASQSVD FDGDSYMNWY QQK
GIPARFSGSG SGTDFTLNIH PVEEEDAATY Y Q
KRTVAAPSVF IFPPSDEQLK SGTASVVCLIL NNF
GNSQESVTEQ DSKDSTYSLS STLTLSKADY EKHKVYACETH

4

(4-198)
(click to select)

KSFNRGE

0 cysteine residues unspecified




GV A
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Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

0 Modifications

(0 references)

Length: 446

C-Terminus

Length: 446

A

A\ 4




GINAS

Home

Search

Download

Amino Acid Sequence:

Subunit 1:

QIQLQQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

Total number of Subunits:

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QDWLNGKEYK
NQVSLTCLVK
TVDKSRWQQG

Reqgister

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

(Duplicate Below)

DYYITWVKQK PGQGLEWIGW
MQLSSLTSED TAVYFCANYG
SSKSTSGGTA ALGCLVKDYF
SLSSVVTVPS SSLGTQTYIC
APELLGGPSV FLFPPKPKDT
GVEVHNAKTK PREEQYNSTY
PIEKTISKAK

WESNGQEE ST T
ALHNHYT

Agent

Glycosylation

Add / Select References

Physical

0 Modifications

(0 references)

Length: 446

C-Terminus

.ength: 446

A

A\ 4




GINAS

Home

Search

Download

Amino Acid Sequence:

Subunit 1:

QIQLQQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

Total number of Subunits:

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QDWLNGKEYK
NQVSLTCLVK
TVDKSRWQQG

Reqgister

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

(Duplicate Below)

DYYITWVKQK PGQGLEWIGW
MQLSSLTSED TAVYFCANYG
SSKSTSGGTA ALGCLVKDYF
SLSSVVTVPS SSLGTQTYIC
APELLGGPSV FLFPPKPKDT
GVEVHNAKTK PREEQYNSTY
PIEKTISKAK

WESNGQEE ST T
ALHNHYT

Agent

Glycosylation

Add / Select References

Physical

0 Modifications

(0 references)

Length: 446

.ength: 446

Add New &

C-Terminus

A

A\ 4
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Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

0 Modifications

(0 references)

Length: 446

C-Terminus

Length: 446

A

A\ 4




GINAS

Home

Search

Download

Amino Acid Sequence:

Subunit 1:

QIQLQQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH

Total number of Subunits:

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

Reqgister

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP

Admin

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS

Length: 446

A

LPPSRDELTK NQVSLTCL C-Glycosylation

DGSFFLYSKL TVDKSRWQ LSLSPG

N-Terminus N-Glycosylation C-Terminus

Subunit 2: O-Glycosylation Length: 446

A\ 4

Disulfide Bridges 16 Glycosylation Modifications

Add / Select References (0 references)




GINAS

Home

Search

Download

Amino Acid Sequence:

Subunit 1:

QIQLQQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH

Total number of Subunits:

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

Reqgister

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP

Admin

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS

Length: 446

A

LPPSRDELTK NQVSLTCL C-Glycosylation

DGSFFLYSKL TVDKSRWQ LSLSPG

N-Terminus N-Glycosylation Add New @ C-Terminus

Subunit 2: O-Glycosylation Length: 446

A\ 4

Disulfide Bridges 16 Glycosylation Modifications

Add / Select References (0 references)




Subunit 1:

QIQLOQSGPE VVKPGASVKI
IYPGSGNTKY NEKFKGKATL
NYWFAYWGQG TQVTVSAAST
GALTSGVHTF

PEPVTVSWNS
NVNHKPSNTK VDKKVEPKSC

LMISRTPEVT CVVVDVSHED

SCKASGYTFT DYYITWVKOQK
TVDTSSSTAF MQLSSLTSED
KGPSVFPLAP SSKSTSGGTA
PAVLQSSGLY SLSSVVTVPS
DKTHTCPPCP APELLGGPSV
PEVKFNWYVD GVEVHNAKTK

(Add Glycosylation Site ‘)

A

Length: 447

PGQGLEWIGHW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNEITY

A

Glycosylation Type



QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKS
VVVDVSHED

SCKASGYTFT DYYITWVKQK
TVDTSSSTAF MQLSSLTSED
KGPSVFPLAP SSKSTSGGTA
PAVLQSSGLY SLSSVVTVPS
DKTHTCPPCP APELLGGPSV
PEVKFNWYVD GVEVHNAKTK

PGQGLEWIGW
TAVYFCANYG

(1-297)
(click to select)

Glycosylation Type




QIQLOQOSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKS
VVVDVSHED

SCKASGYTFT DYYITWVKQK
TVDTSSSTAF MQLSSLTSED
KGPSVFPLAP SSKSTSGGTA
PAVLQSSGLY SLSSVVTVPS
DKTHTCPPCP APELLGGPSV
PEVKFNWYVD GVEVHNAKTK

PGQGLEWIGW
TAVYFCANYG

(2-297)
(click to select)




SINAS
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Download

Admin
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Notes: <none>
(click to edit)

Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

2 Modifications

(0 references)

Length: 446

C-Terminus

Length: 446

A

A\ 4




SINAS

Home Search

Download

Admin

/

Notes: <none>
(click to edit)

Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

2 Modifications

(0 references)

Length: 446

C-Terminus

Length: 446

A

A\ 4




Subunit 1 is "Heavy chain"

|




SINAS
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Admin |

Notes: Subunit 1 is "Heavy chain™
(click to edit)

Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT
RVVSVLTVLH
LPPSRDELTK
DGSFFLYSKL

N-Terminus

Subunit 2:

Disulfide Bridges 16

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED
QODWLNGKEYK
NQVSLTCLVK
TVDKSRWQQOG

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD
CKVSNKALPA
GFYPSDIAVE
NVFSCSVMHE

DYYITWVKQK
MQLSSLTSED
SSKSTSGGTA
SLSSVVTVPS
APELLGGPSV
GVEVHNAKTK
PIEKTISKAK
WESNGQPENN
ALHNHYTQKS

Duplicate Below

Glycosylation

Add / Select References

PGQGLEWIGW
TAVYFCANYG
ALGCLVKDYF
SSLGTQTYIC
FLFPPKPKDT
PREEQYNSTY
GQPREPQVYT
YKTTPPVLDS
LSLSPG

2 Modifications

(0 references)

Length: 446

C-Terminus

Length: 446

A

A\ 4
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Modifications:

Are there more modifications to the substance?
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/

Sequence

Subunit 1:

QIQLOQSGPE
IYPGSGNTKY
NYWFAYWGQG
PEPVTVSWNS
NVNHKPSNTK
LMISRTPEVT

VVKPGASVKI
NEKFKGKATL
TQVTVSAAST
GALTSGVHTF
VDKKVEPKSC
CVVVDVSHED

(pending 1 component registration)

SCKASGYTFT
TVDTSSSTAF
KGPSVFPLAP
PAVLQSSGLY
DKTHTCPPCP
PEVKFNWYVD

DYYITWVKQK PGQGLEWIGW
MQLSSLTSED TAVYFCANYG
SSKSTSGGTA ALGCLVKDYF
SLSSVVTVPS SSLGTQTYIC
APELLGGPSV FLFPPKPKDT
GVEVHNAKTK PREEQYNSTY

Length: 446

Name

Lang.

Dom.

Type

Brentuximab Vedotin | English

4

Preferred:

Register Component Register Substance

4
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UNREGISTERED MOIETY

Is there atropisomerism? - No @

Structure References

Add / Select References (1 reference)

C.H..ON _O.S

70" 1117 V12717
Type Citation URL

1423.7692



http://whqlibdoc.who.int/inn/proposed_lists/prop_INN_list74.pdf
http://whqlibdoc.who.int/inn/proposed_lists/prop_INN_list74.pdf

SINAS

Home Search Download Reqgister Admin

C70H110N12017S

1423.7692

Absolute

o

Name Lang. Dom. Type Preferred:

Vedotin, Cysteine ... English

Add Reference ¢
7

A\ 4

4 Register Substance




Home Search Download Register Admin

Single Protein Substance:

SUBST 753C2

Vedotin, Cysteine ...

Is there a more specific physical form of this substance?

Brentuximab Vedotin Resume Registration
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4 )
Sequence o

Subunit 1: Length: 446

QIQLOQSGPE VVKPGASVKI SCKASGYTFT DYYITWVKQK PGQGLEWIGW
IYPGSGNTKY NEKFKGKATL TVDTSSSTAF MQLSSLTSED TAVYFCANYG
NYWFAYWGQG TQVTVSAAST KGPSVFPLAP SSKSTSGGTA ALGCLVKDYF
PEPVTVSWNS GALTSGVHTF PAVLQSSGLY SLSSVVTVPS SSLGTQTYIC
NVNHKPSNTK VDKKVEPKSC DKTHTCPPCP APELLGGPSV FLFPPKPKDT
LMISRTPEVT CVVVDVSHED PEVKFNWYVD GVEVHNAKTK PREEQYNSTY

4

Name Lang. Dom. Type Preferred:

Brentuximab Vedotin | English
_

Register Substance

& 4
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Single Protein Substance:

SUBST_G9823

QIQLQQSGPE VVKPGASVKI
SCKASGYTFT DYYITWVKQK
PGQGLEWIGW ...

QIQLQQSGPE VVKPGASVKI

SCKASGYTFT DYVITWVKQK
PGQGLEWIGW ...

Modified

Brentuximab Vedotin

Is there a more specific physical form of this substance?




